1/13 



Figure 1: 




AS 


01 


3 


' -teg- 


AS 

AO 


02 


3 


' - teg- 


AS 


03 


3 

> — < 


■ -teg- 


AS 


04 


3 


' - teg- 


AS 


05 


3 


* - teg- 


AS 


06 • 


3 


' -teg- 


AS 


07 • 


• 3 


-teg- 


AS 


08 * 


' 3 


-teg- 


AS 


09 : 


; 3 


- teg- 


AS 


10: 


: 3 


-teg- 


AS 


11 : 


• 3 


-teg- 


AS 


12 : 


3 ' 


-teg- 


AS 


13 : 


: 3 1 


- teg- 


AS 




: 3 1 


-teg- 


AS 


15 : 


; 3 ' 


-teg- 


AS 


16: 


. 3 ' 


~ teg- 



- G*G*G C*C *C*G G*C A*C*C G*T*C* C T*T*C*G 
G*G*G*T*C A A G*C*C*C T*C*T G* T A*C*C*G 
G*C*C*C T *C*T G*T A*C*C G*C*C* C G*C*A*A 
- T*A*C*C G *C*C*C G*C A A*T*T*T* C G A*G* A 

A*G*C A*C*C G*T A A*T A*G*G 
G A*C*C*C*T A*C A* C G G*A*A 
A A*T*C*T C*C*T*A A*T A*C*C 
A*T A*C*C G*C A A* A*T G*A*C 
A*T G A*C*C*G G G A* A T*A*A 
A G*C*C*C T*T*G A* C*C G*T*A 



~ T*T*C*G A G 
• G*A*A*T A *C 
- A*C*A*C G G 
• C*T*C*C*T A 
C*C*G*C*A A 
•A*C*G G A*C 



G*T 
A*A 



- G*G*A*C A G*C*C*C T*T*G A*C*C 
- G*C*C*C T *T*G A*C*C G*T A*T A 

JlC*A*C A A*C*C*G T*C*C*G 
G*T G*T A*C G*C*£ 

G*T C*C*A G*C*C*G 

A*C*A T*T*G C*A*C G*T 



A*T A*A*A 
G*A*A 



~ T*G*T A*C A*C 
- G*C*C*T C *C*T 
- G*G*A*C*C G 



T*T*A*C 
G*T A* A 



C*C*A*A 

C-krp A * A* A 



*: Thioester 

2'-0-Methylation 
teg: Triethylene glycol spacer 



2/13 



Figure 2 
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Figure 4 a 

Figure 4 B 
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Figure 5 
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Figures a 



Figure 6B 
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Figure 7 
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Figure 8a 
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Figure 8b 
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overexpression of ^©-^i 
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Figure 10a Figure 10b 
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FIGURE 11A 



FIGURE 11B 
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FIGURE 11C 



FIGURE 11D 
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Figure 12 
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